Abstract: Chronic periodontitis is the most prevalent form of inflammatory destructive bone disease and has been affecting humans since antiquity. Evidence suggest that genetic factors can highly influence periodontitis risk, modulating disease elements such as the susceptibility to microbial colonization and the nature of subsequent host-microbe interaction. Several single-nucleotide polymorphisms (SNPs) have been associated with the occurrence of periodontitis, but the full range of genetic influence in periodontitis outcomes remains to be determined. In this context, this study comprises an analysis of possible correlation between periodontitis-related genetic variants with changes in the subgingival microbiological pattern performed in a Brazilian population (n = 167, comprising 76 chronic periodontitis patients and 91 healthy subjects). For the genetic characterization, 19 candidate SNPs were selected based on the top hits of previous large genome wide association studies (GWAS), while the subgingival microbiota was characterized for the presence and relative quantity of 40 bacterial species by DNA-DNA checkerboard. The case/control association test did not demonstrate a significant effect of the target SNPs with the disease phenotype. The polymorphism rs2521634 proved significantly associated with Tannerella forsythia, Actinomyces gerencseriae, Fusobacterium periodonticum, and Prevotella nigrescens; rs10010758 and rs6667202 were associated with increased counts of Porphyromonas gingivalis; and rs10043775 proved significantly associated with decreased counts of Prevotella intermedia. In conclusion, we present strong evidence supporting a direct connection between the host's genetic profile, specifically rs2521634, rs10010758, rs6667202, and rs10043775 polymorphisms, and the occurrence of chronic periodontitis-associated bacteria.
Introduction
Chronic periodontitis is an infectious inflammatory disease characterized by progressive and irreversible damage to tooth-supporting structures. The initiating stimulus for chronic periodontitis is the tooth-attached subgingival biofilm that causes the activation of the host's immune response [1] [2] [3] . While the host's inflammatory immune response provides protection against the infecting agents' host genetic variants can affect the colonization by specific microbes, at this time there is no evidence that genetic polymorphisms are definitely associated with subgingival microbiota, reinforcing the requirement of additional studies focused in periodontal infectogenomics [43] .
The use of microbiological surrogates in association with genetic data also seems suitable in the evolutionary context. Confounding risk factors such as smoking and diabetes have a major impact in chronic periodontitis risk and phenotype [44, 45] , yet such factors can be considered a 'modern' event and consequently would not comprise a significant evolutionary pressure towards the selection of periodontitis resistant/susceptible genotypes. On the other hand, the microbial biofilm is recognized as periodontitis' primary etiologic factor and is regarded as the cause of periodontal disease in archaeological specimens [46, 47] , suggesting that microbial factors could in theory present some evolutionary impact in periodontitis resistance/susceptibility. Therefore, it is possible to hypothesize that genetic variations that facilitate colonization of subgingival biofilm by keystone microbes and/or facilitate the establishment of dysbiotic subgingival communities could act as primary risk factors for the development of periodontitis, since this initial event would subsequently lead to unbalance host-microbe homeostasis and afterward to tissue breakdown [7, 48] .
Thus, in this study, 19 candidate SNPs, selected based on the top hits of previous GWAS that included clinical and microbiological outcomes [27, 28, 33] , were tested regarding their association with the occurrence of chronic periodontitis in a population free of major disease co-factors (smoking, diabetes, and other metabolic diseases) and with the presence and counts of 40 subgingival bacteria belonging to the classical subgingival pathogenic and commensal microbiological complexes [11] .
Material and Methods

Sample Population
The chronic periodontitis sample (n = 76) was recruited in São Paulo state, southeastern Brazil, from patients referred to the Periodontal Clinic University of Guarulhos (UnG). Patients were examined by one experienced periodontist and scored for bleeding on probing (BOP), probing depth (PD) and clinical attachment loss (CAL). The chronic periodontitis diagnosis was based on the current classification of the American Academy of Periodontology [49] . The inclusion criteria were as follows: ≥ 30 years of age and a minimum of six teeth, with at least one site each with PD and clinical attachment level (CAL) ≥ 5 mm, as well as at least 30% of the sites with PD and CAL ≥ 4 mm and BOP [50] . A single-calibrated examiner performed all clinical evaluations and sample collection, following previously established methods and parameters [51] . Intra-examiner reliability was evaluated by Cohen's kappa, by the repeated measures strategy. The examiner attained an almost perfect reliability (κ = 0.89) [52] . Age/gender matched healthy controls (n = 91, subjects presenting healthy gingival tissues, i.e., BOP < 10%; Gingival index (GI) < 1, no sites with PD > 3 mm or CAL > 3 mm), and were scheduled to restorative dentistry procedures [24] and recruited at the School of Dentistry University of Guarulhos and at the Bauru School of Dentistry University of Sao Paulo. Enrolled subjects provided informed consent that was approved by the Institutional Review Board. Subjects were excluded from the study if they were tobacco smokers (including former smokers), had medical history indicating evidence of known systemic modifiers of periodontal disease, were pregnant or nursing, were under or required treatment with antibiotics or anti-inflammatory drugs, and/or had received periodontal therapy in the previous two years. Clinical and demographical information of the sample population is summarized in Table 1 . The classic ancestry stratification based on phenotypic features (such as skin pigmentation, hair color and texture, and the shape of the nose and lips) was not performed in this study due to the high individual ancestral variability observed in Brazilian population, which reflects a singular proportion of Amerindian, European and African ancestries in this mosaic genome and it is a poor predictor of genomic ancestry as estimated by molecular markers [53] [54] [55] . Despite the great diversity of the Brazilian population, the study population (both cases and controls) were recruited in the southeastern Brazil, where genomic ancestry has been found to be relatively uniform, and to be in relative uniformity with other geographical regions of Brazil [51] . Since no specific recruitment strategy based on ethnicity was adopted, we do not expect a biased genetic origin between the cases and controls groups. 
Genotyping
Saliva was collected from all the participants at the enrollment session using a DNA Oragene OG-500 kit (DNA Genotek, Ottawa, ON, Canada), following the manufacturer's instructions. DNA was extracted from participants' saliva using QIAamp DNA Mini Kit (Qiagen, Hilden, Germany), according to the manufacturer's guidelines. A spectrophotometer (Nanodrop 1000, Thermo Scientific, Waltham, MA, USA) was used to quantify and qualify the DNA samples. All isolated DNA samples were between 1.7 and 1.9 (260/280 nm ratio) and 1.9 and 2.1 (260/230 nm ratio). Genotyping was performed using TaqMan SNP genotyping assay (Applied Biosystems, Foster City, CA, USA), containing a 20× mix of unlabeled PCR forward and reverse primers as well as a VIC-and FAM-labeled allele discrimination probes. In this study, 19 SNPs (Table 2) were assayed and selected based on the top hits of previous GWAS that included clinical and microbiological outcomes [27, 28, 33] . Quantitative polymerase chain reaction (qPCR) was carried out in a 5 µL reaction mixture with 4 ng of genomic DNA and 2.5 µL of the Taqman genotyping PCR master mix (Applied Biosystems). Amplification and detection were performed using the ViiA 7 platform (Applied Biosystems). Thermal cycling conditions were 10 min at 95 • C followed by 50 two-step cycles, including 15 s of denaturation at 92 • C and 60 s of annealing/extension at 60 • C. All reactions were performed in duplicate and allele calling was done using QuantiStudio software; only genotypes with an automatic call rate >95% were considered, error rate was <3%. Allele calling was double-checked manually in the raw data plot, comparing the amplitude and kinetics of fluoresce patterns. Samples that failed to provide a genotype were repeated in additional reactions. All genotyping experiments, including DNA isolation, DNA quantification/quality control, and genotyping were performed at the OSTEOimmunology laboratory, Bauru School of Dentistry University of Sao Paulo (FOB/USP).
DNA-DNA Checkerboard
Subgingival biofilm samples were collected from nine subgingival sites of a fraction of our total sample (n = 146; 69 cases and 77 controls), and were assayed for the presence and quantity of 40 bacterial species [11, 56] (Table 3) , as extensively described elsewhere [11, 57, 58] . In brief, after periodontal examination three deep (>5 mm), three medium (4-5 mm) and three shallow (1-3 mm) periodontal sites were selected for microbiological sampling. After relative isolation with gauze and cotton rolls, a sterile Gracey curette (Hu-Friedy, Chicago, IL, USA) was gently introduced into the bottom of the periodontal pocket and then rinsed in a tube containing 150 µL of TE buffer, then 100 µL NaOH 0.5 M were added and the sample was agitated for 1 min. The nine samples per subject were pooled together. Later, the samples were boiled for 10 min and 800 µL of fresh 5 M NH 4 acetate were added. One milliliter of the mixture was placed in each individual lane on a nylon membrane using a Minislot device (Immunetics, Cambridge, MA, USA). After fixation of the DNA to the membrane, the membrane was placed in a Miniblotter 45 (Immunetics), with the lanes of DNA at a 90-degree angle with respect to the lanes of the device. Digoxigenin-labeled whole-genome DNA probes for 40 subgingival species were hybridized in individual lanes of the Miniblotter 45. After hybridization, the membranes were washed at high stringency and the DNA probes were detected using a digoxigenin-specific antibody conjugated with alkaline phosphatase. Signals were detected using AttoPhos substrate (Amersham Life Sciences, Arlington Heights, IL, USA), and results were read using a Typhoon Trio Plus variable mode imager (Molecular Dynamics, Sunnyvale, CA, USA). Two lanes in each run contained standards with 10 5 or 10 6 cells of each species. Signals evaluated using the Typhoon Trio Plus variable mode imager were converted to absolute counts by comparison with the standards on the same membrane. Failure to detect a signal was recorded as zero. 
Statistical Analysis
Compliance with the Hardy-Weinberg equilibrium for each SNP was tested by a chi-square test. Standard and allelic case/control association analysis with disease phenotype were performed using a chi-square test and Fisher's exact test. Significant associations between phenotype/genotype and bacterial counts were established by the two-stage step-up adaptive method [59] . Briefly, in the first stage, the genotype (represented as a binary variable by allele-carrying) was sequentially tested against the counts for each bacterial species, obtaining a series of p-values. The distribution of these p-values was used to estimate the fraction of null hypothesis that were actually true. In the second stage, a reductive iterative process determined which p-values were low enough to be considered discoveries. A Q value of 5% was accepted as the maximum false positive rate. This adaptive procedure greatly diminishes the probability of false positives in repetitive testing.
A p-value < 0.05 was considered significant. Analyses were performed in GraphPad Prism v7.02 (GraphPad software, La Jolla, CA, USA), Stata14 (Stata Corp, College Station, TX, USA) and PLINK v1.07 [60] .
Results
SNPs rs7762544 and rs11695297 failed the Hardy-Weinberg equilibrium test and were excluded from subsequent analysis ( Table 4 ). There were no mutant homozygous subjects in the control group of rs3826782, thus it was excluded from the case/control association analysis (Table 4) . The case/control association test did not demonstrate a significant effect of any of the 16 assessed SNPs with the disease phenotype (Table 4) . No further association analysis with disease phenotype were performed.
The two-stage linear set-up procedure [59] discovered 36 significantly different bacterial counts between control and CP individuals ( Figure 1 and Table 5 ). Bacterial counts increased significantly for almost all tested species in cases versus controls, with Treponema denticola and Porphyromonas gingivalis demonstrating a 41 and 31-fold increase, respectively ( Figure 2 ). SNPs in Hardy-Weinberg equilibrium (n = 17) were tested for discovery of significant changes in subgingival microbiological pattern in the chronic periodontitis group.
The mutant allele for the polymorphisms rs2521634 proved significantly associated with decreased counts of Tannerella forsythia, Actinomyces gerencseriae, Fusobacterium periodonticum, and Prevotella nigrescens ( Figure 3A ). Discoveries were T. forsythia p-value = 0.001; A. gerencseriae p-value = 0.02; F. periodonticum p-value = 0.03; and P. nigrescens p-value = 0.03. The mutant allele for the polymorphism rs10010758 proved significantly associated with increased counts of P. gingivalis ( Figure 3B ). Discovery was P. gingivalis p-value = 0.01.
The mutant allele for the polymorphism rs6667202 proved significantly associated with increased counts of P. gingivalis ( Figure 3C ). Discovery was P. gingivalis p-value = 0.005.
The mutant allele for the polymorphism rs10043775 proved significantly associated with decreased counts of Prevotella intermedia ( Figure 3D ). Discovery was P. intermedia p-value = 0.02.
The remaining 13 SNPs failed to pass the discovery threshold for p-value adjustment of the two-stage linear set-up procedure and were considered not associated with changes in the subgingival microbiological pattern (data not shown).
Discussion
Periodontitis is a complex disease, triggered by the presence of dysbiotic microbial communities, modulated by genetic factors, and modified by the host's immune response, which can be either protective or destructive [7] . Genetic variants determine at least 50% of the differential susceptibility profiles of periodontitis [20] . Therefore, it is possible to hypothesize that genetic variations that facilitate colonization of subgingival biofilm by keystone microbes and/or facilitate the establishment of dysbiotic subgingival communities could act as primary risk factors for the development of periodontitis, since this initial step would subsequently lead to unbalance host-microbe homeostasis and afterward to tissue breakdown [13, 61, 62] . Indeed, the SNPs selected for this study had been previously associated with the occurrence of periodontitis or with changes on the subgingival biofilm in GWAS [27, 30] . While a recent systematic review states that definitive links between genetic polymorphisms association with subgingival microbiota are still required [43] , increasing evidence points to correlations between SNPs and periodontopathogens' frequency of detection and load [39] [40] [41] [42] .
Initially, from the classic case/control genetic association viewpoint, the association test failed to demonstrate any significant effect of the tested SNPs on periodontitis risk. This is somewhat expected, since our sample is underpowered to detect the small genetic effects over the disease phenotype that these SNPs probably exert [63] . In fact, our study was primarily intended to test the interaction between the selected SNPs and the subgingival microbiological pattern. Testing for association for the disease phenotype would require a larger sample, in which it would be impractical to perform such a comprehensive microbiological profiling as the one carried out in the present study. Indeed, previous evidence has demonstrated that several SNPs exert significant modulatory effects on inflammatory biomarkers but do not always provoke a differential risk phenotype [24, 35, 37, 38] . Yet, qualitative changes in the subgingival biofilm can overcome the genetic predisposition to increased expression of inflammatory biomarkers, independently modulating the response [36] [37] [38] . From this perspective, the direct association of SNPs and changes in the subgingival microbiota appear as important outcomes, since the genetic profile provides the context in which the biofilm develops.
Notwithstanding the controversies and limitations regarding the genetic case/control association studies, our results are in line with the published evidence, since four of the tested SNPs, namely rs2521634, rs10010758, rs6667202 and rs10043775, proved significantly associated with changes in the subgingival microbiological pattern. Notably, the strategy used to characterize the subgingival biofilm in our study was more broad and sensitive than the strategy used in the cited GWAS [27, 30] . We tested for 40 subgingival species, including all species belonging to the classic subgingival microbial complexes [11] . This approach allows us to gain an insight to the effect of the polymorphism over the subgingival microbiological pattern as a whole. Metagenomic data has proven that changes in the diversity of subgingival biofilm could be correlated with disease status and predict progressive sites [64] . Indeed, the strategy used to unveil the possible effect of the mutations in the subgingival microbiological pattern in the chronic periodontitis sample, coupled with a statistical analysis designed to adaptively adjust for false positives [59, 65] , proved powerful enough to detect significant microbiological changes associated with the polymorphic variations. Even though the unit of observation for the statistical analysis remained the subject, it is important to bear in mind that each subject was genotyped for 19 SNPs and that the microbiological profiling was the result of sampling 9 different subgingival sites per subject, with each one tested independently for 40 species. We believe that the amount of independent data included in each analysis strengthened our results, even in a relatively small sample [66] . Also, we purposefully excluded smokers (including former smokers) and patients presenting metabolic diseases know to modify periodontitis phenotype. These major disease co-factors have the potential to obscure the phenotypic characterization, dampening the power of subsequent analysis [67, 68] .
Regarding the SNPs associated with periodontal microbes, SNP rs2521634, located near the NPY gene, has been previously associated with the occurrence of severe chronic periodontitis [27, 30] . Our results demonstrated that mutant allele-carriers were at decreased risk of harboring T. forsythia, A. gerencseriae, F. periodonticum, and P. nigrescens, regarded as disease-associated bacteria [11, 58] . This result is coherent with GWAS results that demonstrated a pooled estimate effect for severe chronic periodontitis of odds ratio (OR) = 1.49, 95%, confidence interval (CI) = 1.28-1.73, P = 3.5 × 10 −7 for the ancestral allele (G). Therefore, the mutant allele for rs2521634 (A) is protective for severe chronic periodontitis, and arguably mutant allele-carrier subjects would be at decreased risk of harboring periodontal pathogens. Although it is impossible to trace a complete parallel between our results and the GWAS results, the fact that the direction of the association is the same increases our confidence in the reality of the association. It is noteworthy that our Brazilian subjects and the European population tested on the cited GWAS have very different genetic backgrounds [55, 69] . The fact that the association was replicated in a Brazilian cohort (characteristically described as a mosaic genome from Amerindian, European and African ancestries) [53] [54] [55] , supports the notion of an important role of this polymorphism conferring differential susceptibility for periodontitis. In terms of mechanistically linking neuropeptide Y (NPY) to periodontal microbial patterns, the literature in this field is particularly scarce. A previous study demonstrated that NPY did not have direct antimicrobial activity against oral microorganisms, namely S. mutans, C. albicans, and A. actinomycetemcomitans, but it suggests that a stimulatory action over local epithelial cells to produce other innate immune factors like defensins and cathelicidin could account for antimicrobial effects [70] . Additional evidence that NPY could be involved in the maintenance of host-microbe homeostasis at the periodontium derives from the observation that NPY levels are higher in human gingival crevicular fluid in healthy conditions when compared to periodontitis [71] . Additionally, recent evidence has demonstrated immune modulatory functions for NPY, inhibiting the recruitment of monocytes in severe infections of the central nervous system [72] . Similarly, in vivo experiments suggest that NPY agonists are effective in diminishing the blood title of TNFα in endotoxin-induced septic shock [73] . Hypothetically, it is plausible to argue that NPY has a regulatory effect in the response against subgingival microbes, and that the mutant-allele for rs2521634 confers protection against periodontal pathogens by a mechanism associated with the infiltration of monocytes and TNFα secretion in periodontal tissues.
Our results also demonstrated an association of the mutant allele (C) for rs10010758, located in an intronic region of the TBC1 domain family member 1 (TBC1D1) gene, with significantly increased counts of the red complex pathogen P. gingivalis. This result is in line with previous evidence demonstrating that SNP rs10010758 is associated with increased risk of harboring 'red complex' disease-associated bacteria (OR = 1.91, 95% CI = 1.45-2.51, P = 3.7 × 10 −6 ) for the mutant allele [27] . Again, the fact that the result was replicated with identical direction of association is suggestive of a real effect of the polymorphism over the composition of the subgingival microbiota. Further, the effect seems to be conserved in populations with different ethnic backgrounds. The possible mechanism of action of this association is uncertain since there is no a single piece of evidence of a possible link between TBCD1 (Rab GTPase activating protein) and immune functions. However, recent studies in mice can point towards indirect mechanistic links between TBCD1 and periodontitis. It has been demonstrated that the deletion of TBC1D1 modifies glucose, lipid, and energy homeostasis impacting insulin resistance, body fat metabolism, leading to the development of obesity [74, 75] . Interestingly, recent studies also point to an association between subgingival bacterial counts, inflammation, and insulin resistance [76, 77] . In addition, obesity has been associated with increased levels and proportions of periodontal pathogens and specifically high prevalence of P. gingivalis [78, 79] . Consequently, there are two discrete possibilities to explain the association with changes in the subgingival microbiota. First, the mutation may be involved in conferring differential expression or functional properties to TBCD1, which may be linked to changes in the host/pathogen barrier by a direct mechanism that has not yet been described or by an indirect mechanism linked to insulin resistance and fat metabolism. Furthermore, the mutation could be in linkage disequilibrium with another mutation that is truly responsible for the changes in the subgingival microbiota [31] . At this point, it is mandatory to consider that the lack of studies focused on TBCD1 functions make the prior possibilities highly speculative and further studies are required to provide a more solid mechanistic link between genetic variation of TBCD1 and periodontitis or its microbiological surrogates.
Additionally, SNP rs6667202, located near the interleukin 10 (IL10) gene, mutant allele-carriers (A) demonstrated a significant increase in the counts of P. gingivalis. This result is concordant with previous evidence associating ancestral allele-carriers (C) for rs6667202 with decreased risk of aggressive periodontitis (OR = 0.77, 95% CI = 0.6-0.95, P = 0.016) in a German/Austrian population [28] . IL10 is a key regulatory cytokine involved in the suppression of inflammation and return to homeostatic state [80] and extensive evidence links increased levels of IL10 with resistance to inflammatory bone loss in experimental periodontitis [81, 82] . However, in addition to actively suppressing inflammatory mechanisms, IL10 can interfere in some antimicrobial responses, such as T h 1-type responses that are involved in the control of periodontopathogens [83, 84] . A recent study demonstrated that IL10 genetic deficiency leads to significant taxonomic changes in the gut microbiome [85] , suggesting that a similar effect may take place in the periodontal environment. Therefore, the existence of differential patterns of subgingival infection in association with distinct IL10 genotypes appears biologically plausible and may contribute to the development of periodontitis, allowing the establishment of a dysbiotic subgingival microflora.
Likewise, for SNP rs10043775 missense variant of the TBXO38 gene which encodes the F-box protein 38 that contains an F-box domain and may participate in protein ubiquitination by E3 ubiquitin ligase complex, but whose exact functions remains unclear, [86] our data demonstrate that ancestral allele-carriers exhibited a 3-fold increase in the counts of P. intermedia, which is an 'orange complex' bacteria and regarded as a periodontal pathogen [11, 87, 88] . F-box proteins might function as transcription factors, FBXO38 being particularly associated with the KLF transcription factors family, widely expressed in the developing nervous system [86] . Our results are in concordance with previous reports associating a Han Chinese population of ancestral allele-carriers with increased risk of suffering severe chronic periodontitis (OR = 1.24, P = 0.0009) [29] . The possible mechanism of association between rs10043775 and changes in the subgingival microbiological pattern is completely uncertain, since there is no direct evidence of FBXO38 association with host response. However, due its putative role in the ubiquitination process, which in turn has been implicated in the immune response, it could exert some impact over periodontal microbiota via this pathway [89] . However, it is possible that a yet unknown mechanism is responsible for the differential susceptibility to periodontitis demonstrated by our sample, or alternatively that rs10043775 is in linkage disequilibrium with another variant that is truly responsible for the changes in the subgingival microbiological pattern. Thus, further studies are required to provide a solid link between this genetic variation and the microbiological changes in periodontal tissues leading to periodontitis.
Despite the lack of extensive studies in the field to support a solid and integrative mechanistic association between the genetic variations and the periodontal microbiota, it is necessary to highlight that the Brazilian cohort investigated in this study, the European population used in three other studies [27, 28, 30] , and the Han Chinese population used in one study [29] possess very distinct genetic backgrounds [55, 69, 90] . The fact that the associations were maintained despite the genetic distinction between such populations is indicative of an important and conserved role for these four polymorphisms in the host/microbe barrier. It is necessary to clarify that the classic ancestry stratification based in phenotypic features was not performed in this study due to the high ancestral variability observed in Brazilian population, considered a singular trihybrid (European, African, and Amerindian) ancestry, which is weakly represented by phenotypic characteristics [53] [54] [55] . Furthermore, since both cases and controls were recruited in the same geographical region and taking into consideration that none of the criteria used in the recruitment process resulted in stratified sampling, we remain confident that no ethnic sampling bias was incorporated in the recruited population. Certainly, the mosaic nature characteristically observed in Brazilian populations' genotypes [53] [54] [55] suggests that genetic associations derived from such complex genetic backgrounds may be relevant in a broader and diverse population context, in contrast with findings derived from populations with a narrower genetic variation.
From an evolutionary perspective, host-pathogen interactions have been considered important signals of natural selections of modern humans to local conditions [91] . Indeed, infectious pathogens are arguably among the strongest selective forces that act on human populations [92] . Pathogens drive selection on genetic variants that affect resistance and include pathogens that cause acute illnesses or chronic infections, either through death or poor health, and impair nutrition, growth, cognitive development, and fertility [92] . While periodontitis' direct effects are limited to the local tooth-supporting tissues, it may indirectly impact several systemic conditions [93] , and its potential involvement in evolutionary natural selection remains unexplored. Still, since periodontitis is unlikely to cause direct natural selection or alter the population mating structure, it is necessary to consider that the selective pressures shaping the response against periodontal pathogens are possibly the expression of adaptations triggered by non-oral conditions. In this setting, it is possible to hypothesize that the adaptive bias to T helper 2 cell/ regulatory T cell (T h 2/Treg) responses to anticipate helminth colonization and the immune deregulation resulting from the 'hygienic' life conditions of modern humans are important forces shaping the phenotypic presentation of periodontitis [94] . The fact that two (NPY and IL10) out of four SNPs associated with changes in the subgingival microbial pattern are part of immune modulatory pathways seems to support this theory. Indeed, IL10 promoter has been described as an important element in balancing selection, resulting in significant phenotypic effects. Increased IL10 secretion might be advantageous in some environmental scenarios but not in others and consequently contribute to drive evolutionary change [95] .
Nonetheless, at this point any evolutionary interpretation is highly speculative in view of the lack of additional data in the literature in this field to support deeper discussion. However, from the clinical perspective, the association between genetic variants and periodontitis-associated microbiota presents an interesting framework of host-pathogen interaction. The periodontal disease process involves multiple mechanisms that lead to tissue destruction (which ultimately serves as basis for the clinical parameter measurements), and consequently, the direct association between clinical parameters values and genetic variants presents an inherent complexity that may limit the strength of such data. Indeed, even studies that positively associate SNPs with periodontitis risk may fail in providing direct association between the genetic variants and specific clinical readouts [34] [35] [36] [37] [38] . The association between specific SNPs with red-and orange-complex pathogenic bacteria (associated with chronic periodontitis development) [57, 58, 96] may provide a more direct link towards the identification of 'periodontitis susceptible' genotypes, which may impact the clinic management of this condition.
In conclusion, we presented strong evidence supporting a direct connection between the host's genetic profile, specifically rs2521634, rs10010758, rs6667202, and rs10043775 polymorphisms and the occurrence of chronic periodontitis-associated bacteria. The pathway explored in this study must be expanded to include more bacterial species and more SNPs identified by unbiased methods, in order to construct a clearer picture of the complex relationship established at the periodontal host/pathogen barrier.
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